97% similarity match to a species, ≥ 90% to a genus, ≥ 80% to a family and ≥ 70% to the 9 8 subphylum. In cases with insufficient resolution in the match description, the OTUs were 9 9 assigned to the closest available taxonomic level. A species level match refers to how 1 0 0 confidently we assign a name to our OTU based on known sequences, and does not imply 1 0 1 that these OTUs are to be considered equivalent to those species. Community analyses were performed with the package "vegan" (Oksanen et al., 2016) . Before conduction the statistics, five samples belonging to the 45-year old samples in the 1 0 6 chronosequence experiment, were excluded from any subsequent analysis due to very low 1 0 7 numbers of AM fungal sequences reads. After this removal, the lowest amount of reads in a 1 0 8 sample was determined as 559 and all samples were normalized to this number by random 1 0 9 subsampling without replacement with the function "rrarefy".
Using the sequences retrieved from the unmixed field samples we identified sub and topsoil 1 1 1 indicator OTUs using the function multipatt() in the package "indicspecies" (Cáceres and 1 1 2 Legendre, 2009) and traced their fate in the the chronosequence since the coalescent event. Curtis, 1957) and Jaccard (Jaccard, 1912) dissimilarities with the function "vegdist" and 1 1 5 visualized with a non-metric multidimensional scaling (NMDS) using the function 1 1 6 "metaMDS". Additionally, we compared these Bray-Curtis and Jaccard distances between After taxonomic assignment and normalization, we identified a total of 136 AM fungal OTUs. Details on the taxonomic assignation of each OTU can be found in Table S1 . The the total diversity but 93.49% of the reads in "unmixed" fields and 76.53% of the reads in 1 2 8 "chronosequence" fields. We identified three subsoil indicator OTUs (Table 1) , and we detected two of these subsoil to five years ( Fig. 1a) . However, we did not detect these OTUs in chronosequence fields 1 3 2 older than five years, neither in the rarefied nor in the non-normalized raw OTU tables. Similarly we identified nine topsoil indicator OTUs (Table 1) . Those topsoil indicators 1 3 4 could be detected in all chronosequence fields and they showed a tendency to increase in 1 3 5 relative abundance after the first two years since the mixing event ( Fig. 1b) . AM fungal communities in recently restored chronosequence fields (i.e. shortly after the 1 3 7 mixing event) are more similar to unmixed subsoil communities, and with increasing time subsoil communities (Fig. 2) .
Bray-Curtis distances from chronosequence fields to the unmixed subsoil samples increase 3A, for statistics see Table S2 ). Analogous results are obtained when considering Jaccard 1 4 3 distances ( Fig. S1A , for statistics see Table S2 ). Bray-Curtis distances to the unmixed Table S2 ). Similarly, Jaccard distances to unmixed topsoil follow a unimodal trend with 1 4 7 minimum values in phase 2, but phases 1 and 3 are not significantly different (Fig. S1B , for 1 4 8 statistics see Table S2 ). We show that i) AM fungal taxa identified as subsoil indicators are present only in young suggests that the observed loss was specific to subsoil phylotypes rather than a generalized 1 5 8 diversity loss due to soil treatment during initial deposition or subsequent management. There are essentially two, not mutually exclusive hypotheses to explain this inability to by topsoil AM fungal taxa, increased grazing pressure or differential partner selection by 1 6 5 the plant due to different nutrient availability. Particularly interesting is the notion that 1 6 6 plants might demand different services from AM fungal communities at different depths. relative importance of abiotic filtering and biotic interactions in driving this species loss is, 1 7 0 that is to say, whether subsoil is for this AM taxa a fundamental or a realized niche , 2016) . We believe that patterns in dissimilarity from "chronosequence" fields to the of the fate of these respective communities across the chronosequence. The slow increase in observed pattern could as well be explained by the presence and slow decay of relic DNA, 1 8 0 as mentioned above. In contrast, the dissimilarities to unmixed topsoil are more responsive 1 8 1 to the changes in management in the different phases, suggesting that the members of these 1 8 2 communities were active and their populations were part of dynamic turnovers. results suggest that any practice inverting the soil profile has the potential for deleterious 1 9 2 effects on AM fungal diversity. Therefore, we suggest that such practices should only be 1 9 3 considered as extraordinary measures in soils with root-restricting layers that meet the 1 9 4 criteria for potential benefits of deep tillage (Schneider et al., 2017) . Whenever possible, Long-term effects of soil nutrient deficiency on arbuscular mycorrhizal communities. Funct. Ecol. 26, 532-540. doi:10.1111 Ecol. 26, 532-540. doi:10. /j.1365 Ecol. 26, 532-540. doi:10. -2435 Ecol. 26, 532-540. doi:10. .2011 .01953.x.
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